
Start crop Point End crop Point

MSA length = 712
- - - - - - - - - - - GA T T A T T AGCACA T ACC T AC T AGA T T T - T A TGCGCA T AC TGTGAAAA T T T T T T T A T T T T T AAGGAAA TGTGGA T T T T AA T A T CGT CGGT - - - - - - - - - - T AGA TGAAAA T T T AACAACGT ACAA T AAAAAAAAACGGAGT CAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CA T CGA T CGC T AGT CA T C T - - - - GT A T T CCC T TGA T C TGT A T ACA T - - - - CGTGAAAA T T T T T T T A T T T T T AAGGAAA TGT AGA T T T T AA T A TGTGT AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TG - - - - - - - - - - - - - - - A T T CGT T T T TGTGCGT CAGT CCA T TGGTGTG
- - - - - - - - - - - GA T T A T T AGCACA T ACC T AC T AGA T T T - T A TGCGCA T AC TGTGAAAA T T T T T T T A T T T T T AAGGAAA TGT AGA T T T T AA T A T CGT CGGT - - - - - - - - - - T AGA TGAAAA T T T AACAA TGT ACAA T AAAAAAAAACGGAGT CAAGT T T T AA - - - - A TGT AAA T T A T A - - - - - - - - - - - - - TGGAGAAAGT CA T CAA TGT T
CA T CGA T CGC T AGT CA T C T - - - - GT A T T CCC T TGA T C TGT A T ACA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T T AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T TG - - - - - - - - - - - - - - - A T T CGT T T T TGTGCGT CAGT CCA T TGGTGTG
- - - - - - - - - - - GA T T A T T AGCACA T ACC T AC T AGA T T T - T A TGCGCA T AC TGTGAAAA T T T T T T T A T T T T T AAGGAAA TGT AGA T T T T AA T A T CGT CGGT - - - - - - - - - - T A T A TGAAAA T T T AACAACGT ACAA T AAAAAAAAACGGAGT CAAGT T T T AA - - - - A TGT AAA T T A T A - - - - - - - - - - - - - TGGAGAAAGT CA T CAA TGT T
T AA T TGGTGC TGC T AAGT AGCCAAC T T T TGCAACA T T T - T C T C T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T AAA TG - - - - - - - - - GT T T T T T AGACCCA T AGAGTGT A T AAA T T T T
CAACGA T CGC T AA T CA T C T - - - - GT AC T CCC T TGA T C TGT A T ACAC - - - - TGTGAAAA T T T T T T T A T T T T T AAGGAAA TGT AGA T T T T AA T A TGT T T AGT - - - - - - - - - - AGAAGAAGAA T T T T A TGACGT ACAA T AAAAACAAAAAAGA T CAAGT T T T AGT T T TGT AAAAA T T A TGT T T T A TGT T A TGC T T T A T CCA T T T AC TGACA T T
CCA TGA T CGC T AA T CA T C TGT AGGT AC T CCC T TGA T C TGT A T ACAC - - - - TGTGAAAA T T T T T T T A T T T T T AAGGAAA TGT AGA T T T T AA T A TGT T T AGT - - - - - - - - - - AGAAGAAGAA T T T T A TGACGT ACAA T AAAAACAAAAAAGA T CAAGT T T T AGT T T TGT ACAAA T T A TGT T T T A TGT T T TGC T T T A T ACA T T T AC TGACA T T
T CC T - A T CGCCGGT T C T C T A T AAACGT C T AA T A T A - C T A T CGT TGT A T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AGT C T AA T T T TGACAC - - - - - - - - - AAGGCA T CGCGC T T A - - T T T T AA T T T T AA T TGA T T T T T A T T T T T TGT TGT A T T T TGTGAA TGT A T AAA TGT T
T CC T - A T CGCCGGT T C T CCA T AAACGT C T AA T A T A - C T A T CGT TGT A T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AGT C T AA T T T TGACAC - - - - - - - - - AAGGCA T CGCGC T T A - - T T T T AA T T T T AA T TGA T T T T T A T T T T T TGT TGT A T T T TGTGAA TGT A T AAA TGT T
A T A T - ACC T T C T T T T C T TGGCAAA T T A T T A T CAGA T T T A T T T T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC - - - - - - - - AGT CCCA T CC TGCGGTGACCCGTGT AAAACAA TGGA T A T T
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TE: rnd_5_family_1182.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 712bp; fragments: 477; full length: 0 (>=640.8bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 712 bp
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TE: rnd_5_family_1182.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1100bp; fragments: 461; full length: 0 (>=990bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_1182

 size: 392bp; fragments: 599; full length: 25 (>=352.8bp)
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains
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Before TEtrimmer ORF and PFAM domain plot
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PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)T
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